Microarray Analysis
RNA was extracted as described. RNA was processed and hybridized to GeneChip mouse genome 430_2.0 array (Affymetrix) at 45°C overnight using the manufacturer's protocol. Arrays were washed and stained using a GeneChip fluidics station 450 (Affymetrix) and then scanned using a GeneChip scanner 3000 7G (Affymetrix). Microarray data are deposited in the GEO database, accession number GSE26290. Data was normalized using the Affymetrix Expression Console v1.1 (Affymetrix) implementation of the robust multichip averaging algorithm and then analyzed further in Multiple Experiment Viewer v4.3 (Saeed et al., 2003) . Statistically significant differences in gene expression were identified using the SAM algorithm (Tusher et al., 2001) , identifying genes changing ≥1.5 fold with a 90th percentile false discovery rate set to 5%. Gene ontology (GO) terms over-represented in the list of statistically significant gene changes were identified using the NIAID DAVID website (david.abcc.ncifcrf.gov).
Over-represented 5th level GO terms describing 'biological process' annotation were identified using an EASE score cut-off p<0.1. Terms represented by <5 genes in the changed gene list were excluded from the analysis. Heatmaps of relative normalized expression data were generated using the GenePattern Software suite (genepattern.org).
Flow cytometry analysis of S6 phosphorylation
Intracellular phosphorylation of small ribosomal subunit S6 on T235/236 was performed as previously described (Hinton et al., 2006) .
